Supplementary Figure 2. Fine mapping of mthfd1-1.
Co-segregation analysis of dCAPS markers from 4 candidate mutations in F2 mutants from a #162 x WT cross. Locations on chromosome 3 and allele ratios for each marker are indicated. The distribution of TEs upregulated in mthfd1-1 relative to WT is compared to the genomic distribution of all TEs. 
Supplementary Figure 7. Multiple sequence alignment of the four MTHFD1 homologs in
Arabidopsis. Mitochondrial and plastidic targeting peptides are highlighted in bold and underlined, respectively [1] [2] [3] . Uniprot identifiers are shown at the beginning of each line.
Supplementary Figure 9.
Amino acid levels in rosette leaves of wild type plants without (Col) and with SDCpro-GFP (WT) and mthfd1-1 mutants 3 weeks after germination.
Mean steady state levels ± SD (n≥3) for highly (a) and lowly abundant (b) amino acids are shown. 
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